The python nidovirus contains a 34mer polyQ repeat, the coding region of which is predicted to fold as a separate domain. Repeated CAG codons of this polyQ region (sequence on top right) fold as a separate domain. The predicted folding of the first 7500 n of the viral RNA is shown to the left, with the CAG repeat region enlarged to the lower right. RNA folding was predicted using the ViennaRNA Package [49,50] 
: Portion of the CXPX ATI protein alignment, showing the variable length polyQ repeat occurs in an otherwise conserved area. The polyQ region is missing in many of the sequences aligned in a previous ATI analysis (Okeke, M.I., Adekoya, O.A., Moens, U. et al. Virus Genes (2009) 39: 200. doi:10 .1007/s11262-009-0376-8), which showed an insertion at the C-terminus of the proteins.The alignment is colored to highlight hydrophobic (purple), negatively (orange) and positively (green) charged residues. Fig. 1in the text) . Human alphaherpesvirus 1] showing the insertion of a repeat sequence of varying length just before the region similar to the eIF2 phosphatase regulatory subunit GADD34. This protein inhibits stress-induced translational arrest and binds protein phosphatase 1 to form a holoenzyme capable of dephosphorylating eIF2-α.
